Background: The identification of drug characteristics is a clinically important task, but it requires much expert knowledge and consumes substantial resources. We have developed a statistical text-mining approach (BInary Characteristics Extractor and biomedical Properties Predictor: BICEPP) to help experts screen drugs that may have important clinical characteristics of interest. Results: BICEPP first retrieves MEDLINE abstracts containing drug names, then selects tokens that best predict the list of drugs which represents the characteristic of interest. Machine learning is then used to classify drugs using a document frequency-based measure. Evaluation experiments were performed to validate BICEPP's performance on 484 characteristics of 857 drugs, identified from the Australian Medicines Handbook (AMH) and the PharmacoKinetic Interaction Screening (PKIS) database. Stratified cross-validations revealed that BICEPP was able to classify drugs into all 20 major therapeutic classes (100%) and 157 (of 197) minor drug classes (80%) with areas under the receiver operating characteristic curve (AUC) > 0.80. Similarly, AUC > 0.80 could be obtained in the classification of 173 (of 238) adverse events (73%), up to 12 (of 15) groups of clinically significant cytochrome P450 enzyme (CYP) inducers or inhibitors (80%), and up to 11 (of 14) groups of narrow therapeutic index drugs (79%). Interestingly, it was observed that the keywords used to describe a drug characteristic were not necessarily the most predictive ones for the classification task.
Background
A frequent inquiry in biology and medicine is to ask whether a biomedical entity (e.g., a drug) and a characteristic (e.g., an adverse effect) are associated with each other. Such true-false relationships form the core of scientific hypotheses. As they are crucial to our interpretation of biomedical phenomena, considerable amount of manpower and resources are often spent on their discovery and assimilation. Field experts frequently conduct extensive literature reviews and database searches to examine the evidence of these relationships. Furthermore, this binary knowledge often presents ambiguity that further restricts the rate of discovery.
Computational text mining tools, the automated analysis of biomedical texts stored in electronic media, have been developed to assist clinical and basic scientists in matching characteristics with domain-specific biomedical entities. For example, several methods of in silico candidate gene prioritisation have been developed that use features derived from MEDLINE to help scientists test whether a gene is likely to be associated with a clinical disorder [1] [2] [3] [4] [5] [6] [7] [8] [9] [10] [11] [12] . Text mining has also been applied to classify clinical properties of drugs for use in quantitative structure-activity relationship (QSAR) models to accelerate drug development [13] . Mining text in electronic databases has also been integrated in clinical research including the automated classification of aetiological factors of cancers [14] and to match candidate anti-neoplastic drugs with cancers prior to clinical trials [15] . In the systematic organisation of scientific knowledge, text mining methods have been shown to be equally effective compared to the manual curation of pharmacogenetic databases [16] .
In this paper, we have extended the application of text-mining to the task of identifying binary drug characteristics. We have developed a novel method, the BInary Characteristics Extractor and biomedical Properties Predictor (BICEPP), to classify properties (characteristics) of drugs (scientific entities) and subsequently validated this approach on data collected from traditional analytical methods derived from the knowledge of field experts (a therapeutic drug reference and a drug interaction database). To demonstrate its applicability, we evaluated the performance of BICEPP on many drug characteristics, including therapeutic classes, adverse effects, and their potentials for pharmacokinetic drugdrug interactions. The practical aim of BICEPP is to perform systematic, rapid throughput screening to help editors of drug references to redirect skilled staff to the evaluation of the resulting leads. Furthermore, the text mining approach for predicting drug characteristics may help to identify obscure adverse drug events (ADR). Specifically, the analysis of biomedical literature may further augment the existing models for ADR identification which are frequently based on physicochemical properties of drugs with QSAR modelling [13, 17] .
A notable feature of our approach is that it predicts drug characteristics by only using a list of drug names as examples supplied by user. This approach is advantageous because a well-constructed query is needed when performing a manual search of literature database. Such an example-based approach permits BICEPP to operate under situations where the concept of characteristic is unclear, or when the exact search terms and ranking methods are difficult to ascertain. The key concept employed by BICEPP is based on the frequency of textual features within biomedical text corpus. One of the commonly-used measures in information retrieval (IR) tasks is term frequency (tf), often defined as the normalised number of occurrences of a term (e.g., a word) in a given length of text. Tf-based measures have been applied to MEDLINE databases to predict gene-disease relationships [1, 4, 6] . In the search for genes related to rheumatoid arthritis, the term frequency-inverse document frequency (tf-idf) of biomedical concepts derived from MEDLINE abstract data was integrated with metaanalysis of genome-wide association studies to successfully identify novel single nucleotide polymorphisms (SNPs) associated with increased disease risk [12, 18] . Tfidf-based similarity comparisons have also been applied to assist with the manual classification of protein domain databases with high accuracy [19] . Hence, based on the generalisability demonstrated in other studies, it was justifiable to use a frequency-based approach to perform binary predictions and classification. In this paper, we explored the use of frequency-based methods to identify discriminative textual features for classifying drug characteristics.
Methods

Drug lists and drug characteristics studied in this paper
Two data sources were used in the training and evaluation of BICEPP models: 1) We manually extracted the generic names of all 857 drugs and 455 drug characteristics (238 adverse effects, 20 major therapeutic classes, and 197 minor therapeutic classes including indications) listed in the Australian Medicines Handbook 2009 (AMH) [20] . AMH is a clinical resource compiled by experts and is used for prescribing decision support. AMH was selected because its information content is reasonably complete, thus the assignment of binary classes to a drug (e.g., whether a drug may cause to an adverse event) can be performed without ambiguity. Only the generic names of drugs registered in Australia as listed in the AMH 2009 were used for the analysis.
2) The characteristics of pharmacokinetic drug-drug interaction were extracted from the PharmacoKinetic Interaction Screening (PKIS) database [21] , including 15 "perpetrator" classes (capable of significantly altering the concentration of another drug) and 14 classes of narrow therapeutic index drugs. The number of characteristics in each group is listed in Table 1 . Each of the 857 drugs was manually labelled positive (has the characteristic) or negative (does not have the characteristic) according to AMH and PKIS. The datasets are supplied as an additional file (see Additional File 1).
Estimating the conditional document frequency (CDF) of a token by MEDLINE search
The PubMed database (2009 baseline, accessed April 2009) was searched using the names of each AMH-listed drug as a query to retrieve all abstracts containing the drug name. We used words and hyphenated expressions as tokens: each abstract was transformed into a list of tokens delimited by white space, comma, and semicolon into an unordered set (bag of tokens), and common and stop words (e.g., "the", "and", "an", and "it") were not included in the set. Word stemming was not employed, case was ignored, and numerical data and digits were retained as part of the token. The conditional document frequency (CDF) of a token was defined as the number of abstracts normalised against the total number of abstracts retrieved from MEDLINE using keywords comprised of drug name d, such that:
where cdf w,d is the CDF of token w and drug d, and N (q) is the number of abstracts retrieved from MEDLINE containing the query comprised of tokens q.
Eliminating rare and common tokens
To improve the efficiency in finding predictive tokens, we applied two heuristics to reduce the number of features in the search space. We removed rare tokens that occur in less than two abstracts in all drugs. Common tokens were eliminated if their CDFs were correlated linearly with N(d) (cut-off: r 2 > 0.33, where r is the Pearson's correlation coefficient).
Selecting the most predictive tokens for classification
Tokens that best predict a drug characteristic, i.e., those with higher CDF in the positive examples (drug examples representing the characteristic of interest), were preferentially selected for subsequent classification: for each token w and the set of drugs representing the characteristic C, we defined both the true and false positive rates [TPR w,C (t) and FPR w,C (t)] of a token w with respect to a characteristic C as:
.., d 857 } listed in the AMH, where t is an arbitrary threshold score bound by 0 and 1, C is contained in D, and n(d C) and n(d ∉ C) denote the numbers of abstract containing drug name d and in/not in C respectively.
The corresponding area under ROC curve (AUC) over all thresholds is defined as:
where 1 = t 0 >t 1 >t 2 > ... >t N = -0 representing all possible thresholds of CDFs across the list of drugs D. In cross-validation experiments, this feature selection process was conducted independently on the training folds instead of all data to avoid contamination of information from the test folds.
Using CDFs and machine learning algorithms to predict drug characteristics
We selected four machine learning algorithms for this classification task: naive Bayes (NB), k-nearest neighbour (IBk) with inverse distance weighing with k determined by cross-validations, and support vector machines (SVM) with linear (SVM/Linear) and radial basis function kernels (SVM/RBF). The CDFs of the most discriminative tokens (as measured by highest AUCs) were used to train machine learning models. To obtain consistent experimental results across a wide range of characteristics, we elected to use a fixed number of features (top-20 most discriminative tokens) for comparative evaluations (see Additional File 2 for further explanation). Waikato Environment of Knowledge Analysis [22] was used for constructing classifiers and making predictions.
Estimating BICEPP's performance by stratified crossvalidation
The generalised classification performance was estimated by stratified cross-validations: 1) The list of drugs was first labelled either a positive or negative class according to whether they are associated with the characteristic of interest. 2) Randomisation was subsequently performed to ensure homogeneity across different folds of training data.
3) The list of drugs was subsequently stratified to ensure that each fold contains roughly the same number of positive and negative drug examples. Comparative evaluation with other IR methods for generating features for drug characteristics prediction
Four additional evaluations were performed to assess whether other commonly employed IR techniques may improve the performance of cdf-only predictions:
1) Conditional term frequency
As a variation of cdf, the conditional term frequency (ctf) of a drug d, defined as the number of times a token appears in abstracts containing drug name d across all MEDLINE abstracts, was calculated for each drug such that:
where n i (w) is the number of tokens matching token w in the i-th document containing drug name d in MEDLINE. The common and rare tokens were eliminated using the identical procedure described above.
2) Conditional term frequency-inverse conditional document frequency (ctf-icdf)
This measure is analogous to tf-idf with the difference that the document corpus was restricted only to the abstracts containing drug name d:
The global term and document frequencies of a token (tf and df, respectively defined as the number of tokens and documents present in MEDLINE independent of the co-occurrence of the drug name d in the abstracts) were not evaluated because both tf and df are constants hence are identical across all drugs. Stemming was not employed in both analyses (ctf and ctf-icdf) to standardise the comparisons with the CDF experiment.
3) Application of stemming algorithm
Linguistically related tokens were grouped by using the stemming algorithm developed by Porter [23] . The effect of stemming on BICEPP performance was evaluated by using the CDF of each stemmed token for making predictions.
4) Using drug synonyms to search the MEDLINE database
The use of drug synonyms can improve the recall of overall document retrieval, but its effect on the prediction of drug characteristics is unknown. To evaluate whether the incorporation of drug synonyms could have improved the predictive accuracy, we included the corresponding trade names listed in the Schedule of the Australian Pharmaceutical Benefit Scheme [24] to perform MEDLINE search. The trade names were pre-processed to remove the strength and formulation suffixes. For example, "Zydol SR 100" and "Zydol SR 200" were both reduced to "Zydol"; "Zofran" and "Zofran syrup" were both truncated to "Zofran". The CDF of each token was calculated and used for comparative evaluation of predictive performance.
Results
Feature selection process
A total of 1,814,157 abstracts were returned by searching all 857 AMH drug names against MEDLINE. Overall, a median of 890 abstracts was retrieved for a given drug (inter-quartile range, IQR: 275-2,446; maximum 198,950, "calcium"), with a median of 11,717 tokens per drug (IQR: 5,873-21,542). A median of 1,220 tokens (IQR: 515-1,489) was retained following the removal of rare and common tokens. On average, 86% of all tokens were eliminated prior to the feature ranking process. An example of eliminated tokens is shown in Table 2 . The remaining tokens were ranked by the predictive power as measured by AUC. For 160 (33%) characteristics, there was at least one token that perfectly predicted the characteristic itself (AUC = 1). For example, the adverse effect of "sinus tachycardia" can be perfectly discriminated by the CDF of the token "tricyclic", whereas the CDFs of tokens "sexual", "naion", "pde5a1", and "selfconfidence" can perfectly predict whether a drug is a type 5 phosphodiesterase inhibitor. Only 22 (4.5%) characteristics had the most discriminative token with AUC < 0.70 across all 857 drugs.
Comparative evaluation of machine learning predictions using CDFs as features
By inspecting the cross-validation results across all categories, 20 (100%), 135 (69%), 159 (67%), 7 (47%), and 9 (64%) of the drug characteristics could be predicted with good cross-validation performances (AUC > 0.80), with the best performing algorithms, for categories of the AMH major therapeutic classes, minor therapeutic classes, adverse drug reactions, PKIS perpetrators, and PKIS narrow therapeutic index drug classes, respectively. In particular, BICEPP was very good at predicting major therapeutic classes (95% of drugs with AUC > 0.90) but less good at predicting drugs that may alter CYPmediated metabolism (the perpetrators drugs, 33%). For the minor therapeutic classes (containing drug indications), 123 (62%) of the characteristics achieved AUC > 0.9 and the performance was less for the remaining datasets. The cross-validation results by characteristics and algorithms are summarised in Table 3 and Figure 2 . The full results are also supplied as an additional file (see Additional File 3).
The number of positive examples in a characteristic was loosely and inversely associated with classifier performance (Spearman's s = -0.49 for characteristics with ≥ 10 positive examples, Figure 3A ). For example, "nausea" was listed in 469 out of 857 drugs but cross-validations only yielded a best AUC of 0.689. This is in contrast with datasets with fewer positive examples (for example, "myelosuppression" was only labelled in 37 out of 857 drugs but had an AUC of 0.974). As expected, for characteristics with < 10 positive examples, there was a considerably higher variations in classification performance. For characteristics with ≥ 10 positive examples, 269 out of 272 (98.9%) had AUCs with the lower boundary of 95% confidence interval above 0.5 (one-sided z-test; standard errors were estimated by using Hanley-McNeil method [25] ), indicating that the vast Figure 1 The workflow of BICEPP and the evaluation procedure. A. The procedures of feature derivation and feature selection. The features for the inputs of machine learning classifiers are the CDF of 20-most predictive tokens. The CDF of a token, given a drug, is defined as the proportion of abstracts containing the token within the list of abstracts retrieved by using the drug name as query to search MEDLINE. B. Crossvalidation was performed to estimate the generalisation performance of BICEPP. The feature selection described in (A) was performed on the training set (which contains k-1 folds of data) and machine learning models were built to predict test set data. This figure illustrates the 5 × stratified up-to-10-fold cross-validation procedure used throughout the evaluation experiments in this paper. Abbreviations: AMH: Australian Medicines Handbook; AWT: abstract with title; AUC: area under ROC curve; CDF: conditional document frequency using the drug name as query to search MEDLINE; ROC: receiver operating characteristics; The numbers in this table indicate the number of characteristics (percentage) that achieved an AUC above the given threshold in stratified cross-validation evaluations. The performance is indicated by AUC and can be interpreted as good (> 0.80), very good (> 0.9), and excellent (> 0.95), respectively. Overall, 68% of drug characteristics can be predicted with good AUC (numbers in boldface) and 36% of characteristics can be predicted very accurately (AUC > 0.95) with at least one classifier. The last column (best of 4) shows how many characteristics achieved AUC above the given threshold by any of the four algorithms. Pearson's chi-square test was applied to examine the homogeneity between algorithms. *) indicate the statistically significant categories at α = 0.05 (analysed as 4 × 1 tables with 3 d.f.). However, no categories were statistically performance significant after adjusting for family-wise error rate using Bonferroni method (n = 18). majority of performance estimates were significantly better than chance. Machine learning algorithms were found to perform differently in the drug classification tasks. IBk achieved the best cross-validation results in most (53%) characteristics. Similarly, SVMs with both linear and RBF kernels achieved best cross-validation results in 21% and 23% of all drug characteristics, respectively. One of the frequently-used algorithms in IR and document classification, naïve Bayes, achieved best classification power in 52 (11%) of all characteristics. However, the number of characteristics identified with good (AUC > 0.80), very good (> 0.90), and excellent (> 0.95) discriminatory powers was not significantly different between algorithms (Table 3) .
The keywords used to describe a drug characteristic are not necessarily the most predictive tokens It was observed that the keywords used to describe drug characteristics [the index keywords, (IK), e.g., "myelosuppression" is the IK of the corresponding characteristic dataset] were not necessarily placed highly on the token rank as sorted by AUC. In 145 (30%) of 484 characteristics evaluated, the IKs were either very common or very rare and hence eliminated by the feature selection process. For the remaining 70% of characteristics, 212 (62.5%) have IKs placed within one percentile from the top of token rank ( Figure 3B ). There were, however, 34 (10%) characteristics that had their IKs outside the top 10-percentile. Several interesting observations were made on these characteristics where the IKs were very lowly-ranked (lower than the 10 th percentile) but still maintained a very good overall predictive power (AUC > 0.9). For example, the adverse effect of "cystitis" was associated with predictive tokens that are indicative of non-steroidal anti-inflammatory drugs (NSAIDs); the adverse effect "oesophagitis" was found to be associated with tokens connected to metastatic cancer and chemotherapy (e.g., "weekly", "metastatic", "survival"); drugs that can potentially cause thrombocytopenic purpura were found to be linked with high word frequencies in keywords used in cardiology such as "echocardiography", "ST-segment", and "ejection" (Table 4 ).
Comparative evaluation of cdf with ctf, ctf-icdf, stemming, and drug synonyms
The classification performance of different IR methods was compared against cdf ( Figure 4 and Table 5 ). Both stemming and the incorporation of trade names have resulted in marginal improvements in BICEPP performance (351 and 346 v.s. 330 characteristics predicted with AUC > 0.8). On the other hand, ctf-icdf was considerably better when compared with cdf (368 characteristics with AUC > 0.8), particularly in the prediction of AMH minor drug class category (73% of characteristics could be predicted with AUC > 0.95). In contrast, using ctf for prediction had a significantly poorer result, with only 289 characteristics predicted with AUC > 0.8. The full result set is listed in Additional File 3.
The predictive performance could be hindered by the heterogeneity within a training set or the lack of knowledge about a drug
We observed two trends in the comparative analyses that were consistent across all IR methods. First, the best AUCs were found to be negatively correlated with the total number of abstracts retrieved from MEDLINE database for drug characteristics with ≥10 positive examples [Item (a), Table 6 ]; a similar relationship was also observed where the number of positive examples was negatively associated with performance [Items (b), Table 6 ]. These observations could have resulted from a higher degree of heterogeneity between drugs in a training set with large number of examples (e.g., many drug of different classes can cause the adverse effect of "nausea"). On the other hand, the predictions were generally more accurate when fewer drugs with few abstracts in the MEDLINE database were included in the training set [Items (f) and (h), Table 6 ]. Because the article count is an indirect indicator of the body of knowledge about a drug, this observation has reinforced the premise that more accurate predictions can be expected if better-studied drug are used in the training of inductive models such as BICEPP.
Discussion
In this study, we have developed a statistical text mining framework for predicting the binary characteristics of biomedical entities using automatically generated features from the MEDLINE database. We have also demonstrated that BICEPP has the potential to predict a . Each data point represents the best AUC (out of the 4 machine learning algorithms studied in this paper) performed on one of the 484 drug characteristics listed in Table 1 . As illustrated in the shaded area in Figure 3 (A), the predictive performance of BICEPP had a higher variability in datasets with less than 10 positive examples. The boxed area (*) in Figure 3 (B) represents a list of "surprising characteristics", whose predictive powers were high but the index keywords were not discriminative. The contents are listed in more detail in Table 3 . Refer to the main text for details.
wide-range of drug characteristics, including therapeutic classes, indications, adverse effects, and pharmacokinetic drug-drug interactions. While drug properties may be predicted by using other types of data, such as ontology concepts (e.g., unified medical language system, UMLS) [26] or physicochemical properties [27] , our approach has an advantage of generalisability because only a common text corpus (i.e., MEDLINE) with a fixed feature selection method is needed to achieve reasonable predictive power. Therefore, BICEPP may be seamlessly adapted to other disciplines to identify unrecognised biomedical relationships without the need to collect additional domain knowledge. Three points are worthy of note in our approach to drug classification. First, BICEPP makes its predictions only based on a list of examples representing the characteristic of interest. Such "feature-transparent" prediction enables an user to make predictions without the need to know which keywords should be included in literature searches, or which scoring functions should be applied to weigh the importance of the documents retrieved from literature database. Second, the statistical text-mining approach provides a simple alternative to the "deep text-mining" approaches (such as semantic parsing, relationship extraction, and hypothesis generation-based approaches [28] [29] [30] [31] ), which would require a complex methodology and preprocessing and thus are generally more computationally intensive. With reasonable results shown in our experiments, it is therefore acceptable to use statistical text mining to screen biomedical characteristics on a large scale as demonstrated in our analyses. Third, when using BICEPP to predict the characteristics of a list of drugs, the candidate drugs should be ranked according to the scores produced by the best classifier. Our cross-validation approach can be used to compare the generalisation performance of different classifiers and thus to recommend the best algorithm for the actual predictive task.
We selected clinical pharmacology as the field of study in part because many binary relationships have been systematically collected and extensively replicated in clinical studies. Traditionally, the processes of knowledge synthesis in this field are highly evolved to provide information for clinicians. The clarity of knowledge also provides experimental advantage over other fields such as gene-disease relationships, where more uncertainty Table 4 Drug characteristics with poorly discriminative index keywords but achieved an overall good predictive performance exists and replication of data is more limited. In addition, BICEPP may have a role in pharmacovigilance. Our approach could be employed to screen candidate drugs related to adverse events for more in-depth analysis. This would augment existing labour intensive systems such as spontaneous reporting and registries, for instance, the Adverse Event Reporting System (AERS) of the Food and Drug Administration of the United States. In addition, the case for pharmacovigilance application is further strengthened by the example-based approach. Our work have demonstrated that BICEPP may be used to identify obscure textual features (e.g., a keyword denoting a rare genetic variant) that are predictive of a specific aberrant drug behaviour (e.g., an unrecognised adverse event related to a set of pharmacologically unrelated drugs). Such patterns may then be applied to screen candidate drugs with identical patterns in MED-LINE abstracts to institute early warnings and preventative strategies. In practice, BICEPP may be invoked as a component of an in silico pharmacovigilance application, such as combining BICEPP with structure-activity relationship analyses [17] , to effectively harness the wealth of available biomedical data to achieve better surveillance results. Overall, the applicability of BICEPP's predictions on pharmacovigilance should be further assessed by conducting a prospective surveillance study with rigorous, expert-driven reviews.
Of note, the keywords used to describe a drug characteristic may not be the most discriminative tokens in predicting its association with a drug. This finding is particularly relevant to other text-mining studies in biomedicine, because the co-occurrence of keywords are commonly used (albeit erroneously) to imply associations between biomedical entities. For example, a number of gene-prioritisation tools make empirical assumptions that the co-occurrence of a disease name with a gene symbol implies a potential causal relationship [1, 11] . Similarly, keyword co-occurrences have also been applied to identify associations between microbial pathogens and clinical syndromes [32] . Our results demonstrated that this assumption may not always be valid, because the search terms used to describe a biomedical characteristic may be ranked substantially lower compared to other more predictive tokens. A comprehensive review of text features must therefore be conducted if the co-occurrence-based discovery is to be applied in an automated discovery task. While BICEPP showed promising generalisability in these examples, there are potential limitations and areas to be examined. For instance, BICEPP was evaluated on well-known concepts. It is unknown how BICEPP will perform in a less well known concept to drugs, or in matching characteristics to a new drug. On the other hand, publication bias may skew the distribution of tokens and may represent a strong factor that affects the accuracy of the classification process. For example, a new medication is likely to have fewer publications which may preclude the discovery of discriminative keywords in MEDLINE. Specifically, we have demonstrated that an insufficient corpus could have a detrimental effect on BICEPP's performance. More research is therefore required to investigate how these biases can be effectively addressed to further improve accuracy.
We have evaluated several commonly employed IR methods to study whether BICEPP's predictive performance could be further optimised. Our results have supported the use of ctf-icdf for predicting drug properties; the better cross-validation results are consistent with The numbers in the table are Spearman's rank correlation coefficients s, calculated by correlating the training set statistics with the best AUC obtained from four machine learning algorithms (NB, IBk, SVM with polynomial and RBF kernels) for each of the 272 of 484 drug characteristics with ≥10 positive examples. For each drug, the corresponding article count indicates how many abstracts were retrieved from the MEDLINE database searched by using the drug name. The entries and the category names in boldface indicate p < 0.0001 as determined by the test of rank correlation coefficient using the Fieller-Hartley-Pearson method [37] . Abbreviations of the method names: cdf: conditional document frequency; ctf: conditional term frequency; ctf-icdf: conditional term frequency-inverse conditional document frequency; Stemming: cdf of tokens reduced by Porter's stemming algorithm; Synonyms: cdf of tokens calculated by retrieving abstracts with both generic and trade names for a given drug.
other text-mining tasks employing tf-idf [12, 18, 19] . In particular, ctf-icdf tends to outperform cdf and other methods when predicting drug characteristics with fewer drug examples such as the category of minor drug classes. Nevertheless, the optimal combinations of these methods require further investigations. For instance, this paper only examined single word tokens for classification, while a more sophisticated tokenisation method with structured analysis of biomedical texts may further improve the discriminative power and should be investigated in future works -such methods may include a combination of n-gram analysis, analysis of ontology, and the incorporation of syntax or grammatical structures as patterns [33, 34] . Richer textual patterns may also have better descriptive power in aiding the classification tasks. For example, a comparative study that examined different methods of gene prioritisation showed that methods employing an ontology vocabulary database (including eVOC and MeSH) have superior performance in comparison with other methodologies [35] .
The dichotomisation of continuous variables may have reduced the predictive power of BICEPP in some drug characteristics. For instance, the dichotomisation procedure may have resulted in why only 47% of characteristics had AUCs > 0.8 in the category PKIS perpetrators. Previously, we defined perpetrator drugs as drugs capable of altering the plasma concentration of another drug > 2-fold via a CYP450-mediated mechanism. The 2-fold threshold is used by the FDA to classify moderate and strong inhibitors and inducers of drug metabolism [36] . With the imposition of a threshold, drugs that are "borderline significant" (e.g., between 1.5-2 fold change in the target drug concentration) are considered negative examples in the training of BICEPP models. Because the biological mechanisms of DDIs due to these drugs are identical to the perpetrators (i.e., via CYP enzyme inhibition or induction), there may not be tokens sufficiently discriminative to distinguish between the two groups.
Conclusion
BICEPP is a computational tool that can rapidly identify multiple biomedical entity-characteristic pairs as hypotheses to test in clinical practice or applied research. In this study we have shown that BICEPP predicts known drug properties with reasonable accuracy, and the robustness of BICEPP was demonstrated across a wide range of drug characteristics. The method described in this paper has potential applications in pharmacovigilance and in assisting with the delineation of characteristics in other biomedical disciplines.
Additional material
Additional file 1: Dataset -drug names and drug characteristics studied in this paper. This file contains the 484 drug characteristic datasets and the list of 857 drug names used to evaluate BICEPP's performance in this paper.
Additional file 2: Supplementary methods and results. This file describes two analyses on (1) the number of discriminative tokens on BICEPP's predictive performance and (2) discussions on stemming: correlations of CDF between linguistically closely-related tokens.
Additional file 3: Results of cross-validation analysis by algorithms and drug characteristics. This file contains the full tabular data of crossvalidation results summarised in Table 3, Table 5 , Figure 2 , and Figure 4 .
